Key indicators: single-crystal X-ray study; T = 113 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.051; wR factor = 0.130; data-to-parameter ratio = 22.2.
The crystal structure of the title compound, , is composed of 4-hydroxy-2,2,6,6-tetramethylpiperidinium cations, hydroxonium cations and chloride anions, which are connected via O-HÁ Á ÁO, O-HÁ Á ÁCl and N-HÁ Á ÁCl hydrogen bonding. The 4-hydroxy-2,2,6,6-tetramethylpiperidinium cation and one of the two crystallographically independent chloride anions are located on a mirror plane. The hydroxonium cation is located on a threefold axis and the second crystallographically independent chloride anion is located on a sixfold rotoinversion axis. Due to symmetry, the hydroxonium cation is disordered over two positions.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: CrystalClear (Rigaku/MSC, 2005 ); cell refinement: CrystalClear; data reduction: CrystalClear; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: NC2088). Table 1) . The isolated water oxygen atom, which is located on a 3-fold axis is disordered in two positions because of symmetry. For charge balance it must be protonated. However, the corresponding H atom was clearly located in difference map.
Structure Reports Online
Experimental 0.25 g(1.6 mmol) of 2,2,6,6-tetramethylpiperidin-4-ol was dissolved in 3.2 ml of hydrochloric acid (3.2 mmol. Colorless crystals of the title compound were obtained by slow evaporation of the solvent.
Refinement
The C-H and N-H H atoms were positioned with idealized geometry (methyl allowed to rotate but not to tip) and refined isotropic with U iso (H)=1.2 U eq (carrier atom; 1.5 for methyl H atoms) using a riding model with C-H = 0.98 − 1.00Å and N-H = 1.00 Å. The O-H H atoms were located in different map, their bond length were set to 0.85Å and afterwards they were refined isotropic (U iso (H)=1.2U eq (carrier atom)) using a riding model. Primary atom site location: structure-invariant direct methods Extinction correction: none 
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